A streptomycete was isolated from the rhizosphere of olive trees in the autumn of 2004. Its molecular characterization showed the presence of metabolic pathways promoting plant growth and additional properties that indicate that this strain is a prospective agent for future biocontrol applications in planta. We report here the draft genome sequence of Streptomyces avermitilis strain SA51.
avermitilis reference genome (GenBank accession number NC_003155) to be 30ϫ, whereas the coverage breadth was 95.3%. The total genome size of strain SA51 is 5,465,072 bp (including 792 assembled contigs and 2,959 unassembled reads), with a GC content of 70.1%. The mean contig length was 2,832 bp, whereas the shorter and longer contigs were 707 bp and 23,079 bp, respectively (N 50 length, 3,517 bp) ( Table 1) .
Annotation and subsystem coverage analysis were performed using the Rapid Annotation using Subsystems Technology (RAST) server, with standard parameters (9) provided by the SEED project (10) . Genome annotation with RAST identified 6,040 coding sequences (CDSs), 32 tRNAs, and 13 rRNAs in the SA51 genome. Amplification of the short subunit (SSU) 16S rRNA was carried out using the primer pair strepB (5=-ACAAGCCCTGGAAACGGGGT-3=) and strepE (5=-CACCAGGAATTCCGATCT-3=) (11) . The amplification was carried out in a 25-l total volume. PCRs were performed with 1ϫ GoTaq Buffer, 0.8 M each of forward and reverse primer, 2 l DNA template, 200 M deoxynucleoside triphosphates (dNTPs), 1.250 mM MgCl 2 , and 1 U Taq polymerase; the remaining volume was added with nuclease-free water. PCR conditions started with predenaturation (94°C, 5 min), followed by denaturation (94°C, 60 s), annealing (55°C, 60 s), elongation (72°C, 1 min 30 s), and postelongation (72°C, 5 min). Sanger sequencing of the 16S rRNA gene PCR product, followed by nucleic acid sequence BLAST analysis (https://blast.ncbi.nlm.nih.gov/Blast.cgi) of the strains present in NCBI GenBank, revealed that strain SA51 was identified as Streptomyces avermitilis, with an identity of 97% and an E value of 0.3EϪ77.
In order to identify genes involved in plant growth promotion, we constructed the SA51 metabolic profile using the Kyoto Encyclopedia of Genes and Genomes (KEGG) (12) , thus providing evidence for the presence of genes involved in the pathway for indole alkaloid biosynthesis and in iron transport and metabolism, together with genes coding for proteins acting in the regulation of iron homeostasis. At the same time, based on RAST annotations, we provided evidence for the presence of genes and operons related to metal transporters and antibiotic biosynthesis, suggesting that SA51 could be involved in the biological control of plant pathogens and/or in the reshaping of the soil microbiota.
Overall, these preliminary studies suggest that S. avermitilis strain SA51 deserves additional study and provide insight into its capability to act as a growth-promoting microorganism in agricultural systems, together with its possible role in supporting the plant resistome.
Data availability. The draft genome sequence was deposited at DDBJ/ENA/ GenBank under BioProject number PRJNA545025 and accession number VEXM00000000. The version described in this paper is the first version, VEXM01000000. The fastq files of the raw reads were deposited in the NCBI Sequence Read Archive (SRA) under accession number SRR10416223.
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